Polymerase chain reaction amplification of repetitive DNA motifs allows discrimination of Aspeig;ils species.
Invasive infections caused by fungi of the genus Aspergillus are a problem in immunocompromised patients in (6, 9) . In particular, Aspergillus fumigatus is a frequently encountered pathogen in neutropenic patients (7) . Major sites of infection are the lungs, from which systemic infections originate (14) . Invasive aspergillosis is difficult to diagnose during life, and successful treatment depends on the stage of fungal proliferation and the degree of neutropenia (5) . It is for these reasons that an improvement of the present, insufficient means for Asperillus detection is required (13) . The improvement of a detection assay also concerns the identification and typing of isolates. Knowledge of the genetic characteristics of a fungal isolate allows epidemiological analysis of spreading and detection of the putative origin of pathogenic strains (3) . DNA amplification methods enable this kind of genetic typing. Amplification of random polymorphic DNA elements (RAPD typing) allows distinction between isolates of A. fumigatus (1) . The Table 2 .
The results of PCR amplification of loci bordered by repetitive motifs present in the genome of differentAspegillus species are displayed in Fig. 1 (Fig. 3 ). It appears that alteration of PCR conditions and primers gives rise to isolate-specific PCR fingerprints. The arrows (1 to 3, Fig. 3 (8) . It has to be emphasized that a rather limited selection of strains was studied. In order to make definite statements concerning the potential of this type of PCR for the determination of the nature of species, moreextensive studies involving strains from more-diverse geographical origins should be performed. Also, this procedure does not detect DNA polymorphisms between isolates of a single species, which is a prerequisite for epidemiological application of PCR fingerprinting. In order to overcome this shortcoming, an attempt was initially made to increase the variability of the fingerprinting strategy by combining several of the primers (Table 2 ) in a single amplification reaction. This led to an increase in the number of DNA fragments synthesized, but no differences between nonrelated isolates of one species could be distinguished (results not shown). Therefore, prokaryotic repeat motif primers were applied to achieve this goal. It has been demonstrated that these PCR primers can be successfully applied in the genotypic characterization of even very closely related strains of a multitude of bacterial species (11) . In the case ofA. fumigatus (Fig. 3) , Table 1 ; primer 1014 is characterized in Table 2 . On the left, the major PCR fragment length polymorphisms are indicated (arrows 1 to 3). On the right, the length (in kilobase pairs) of two of the molecular-weight-marker molecules (1-kb ladder; GIBCO BRL) (lane M) is indicated.
specific DNA probes (4). These developments may speed up the establishment of PCR fingerprinting-mediated detectionidentification systems and also their use for pathogenic fungi.
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